Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.053; wR factor = 0.159; data-to-parameter ratio = 14.9.
Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x þ 1; Ày þ 1 2 ; z þ 1 2 ; (ii) x À 1; Ày þ 1 2 ; z À 1 2 ; (iii) x þ 1; y; z; (iv) x À 1; y; z.
Data collection: SMART (Bruker, 2007) ; cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. supplementary materials Acta Cryst. (2012) . E68, o839 [doi:10.1107 /S1600536812007283] 1-[5-(2-Chlorophenyl)-5-hydroxy-3-methyl-4,5-dihydro-1H-pyrazol-1yl]ethanone Sheng-Hai Guo, Ji-Liang Wang, Dong-Qiang Guo and Xin-Ying Zhang Comment 5-Hydroxypyrazolines have drawn much attention due to their interesting biological properties such as anti-inflammatory, antibiotic, and hypolipidemic activities (Sauzem et al., 2008; Zhao et al., 2009; Idrees et al., 2009) . Crystal structures of some 5-hydroxypyrazoline derivatives have been reported (Kargar, Kia, Froozandeh et al., 2011; Kargar, Kia, Moghadamm et al., 2011) . Herein, we report on the crystal structure of the new title 5-hydroxypyrazoline derivative.
The title compound crystallizes with two independent but very similar molecules (A and B) in the asymmetric unit ( Fig.   1 ). All the bond lengths and bond angles are within normal ranges. The five-membered pyrazole rings have envelope conformations with atom C7 as the flap in molecule A, and atom C19 as the flap in molecule B. The dihedral angle between the pyrazole ring mean plane and the phenyl ring is 86.07 (14) ° in A and 85.99 (14) ° in B.
In the crystal, the A and B molecules are linked via a pair of O-H···O hydrogen bonds forming dimers. These dimers are further linked via C-H···O interactions to form -A-B-A-B-chains propagating along the c axis direction (Table 1 and Experimental 1-(2-chlorophenyl)butane-1,3-dione (1.0 mmol), acetohydrazide (1.0 mmol), and a drop of concentrated H 2 SO 4 were mixed and ground for 10 min in a mortar. Upon completion of the reaction, monitored by TLC, ethyl acetate and water were added to the reaction mixture. Then, the organic layer was washed with Na 2 CO 3 solution and water, and dried over anhydrous Na 2 SO 4 . Ethyl acetate was removed under reduced pressure and the residue was purified by chromatography on silica-gel to provide the title product as a white solid. Colourless block-like crystals of the title compound, suitable for X-ray diffraction analysis, were obtained by slow evaporation of the solvent from a dichloromethane solution at room temperature.
Refinement
The H atoms were included in calculated positions and were refined as riding atoms: O-H = 0.82 Å, and C-H = 0.93, 0.97, 0.96 Å for aromatic, methylene and methyl H atoms, respectively, with U iso (H) = k ×U eq (O,C), where k = 1.5 for OH and methyl H atoms, and k = 1.2 for all other H atoms. 
Computing details

Figure 2
Crystal packing of the title compound, viewed along the a axis. The O-H···O hydrogen bonds and C-H···O interactions are shown as dashed lines (see Table 1 for details; H atoms not involved in these interactions have been omitted for clarity). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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